CRVE- X X FEESKLER Vol.12 No.4
2004% 104 Chinese Journal of Eco-Agriculture Oct., 2004

RiF] RAPD B{ARBFSE 4 ApBERYEG R R

2y x

(ERRFEKR™%B EHI] 361021)

M ¥ FARAPDHAFARAMKMNEFLAREREN A MMAEYT 20 MARI A4 W & 538 4 DNA #,
FHENI T HOEFR N 26T MU S ARETHK 136, PHENI DT HAH S ARFFHNY 6.8 5480
BREREN253%, ERBUFYUERNBEZ IREEESRE-RELAHAN 028072, FEHH AT
AMBEz REERSRE-HE SN H 0327068, REAMMEERAAUAERAERL 14,
FHAXABRIL REHAAPAARRERY 1A, - HF FEXRBRE,

XA HH BUHEH RHEHK ALK RAPD F&HX A
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Abstract RAPD technique is used to study the genetic relationship among 4 kinds of abalone. The results show that total
538 DNA bands are scoped by 20 effective primers in 4 kinds of abalone, of which 136 DNA bands are reproducibly poly-
morphic, and the percentage of polymorphic products is 25.3% ; the genetic distance and genetic identity between Hali-
otis discus discus and H. discus hannai are 0.28, 0. 72 respectively, those between H. diversicolor diversicolor and
H . diversicolor supertexta are 0.32, 0.68 respectively. In the results of cluster analysis, H.discus discus and H. discus
hannai are pooled into one group, they both are genetically closer; H. diversicolor diversicolor and H. diversicolor su-
pertexta are pooled into another group, they both also are genetically closer.
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0.5% + " E MM S ; 20pg/mL RNaseA) ,37C /K 1h EMA 251 EHE K(20mg/mL),50C {H4b L %,
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Tab.1 Amplification of 20 effective primers among 4 kinds of abalone

39S WERF(3) THEABE L5HL%ER SSHATHRL/%| 5195 wgEEH(s-3) THEAER SEHEAWER EEHEFRL/%
Primer Sequence Number of  Number of poly- Percentage of poly-|{ Primer Sequence Number of  Number of poly- Percentage of poly-
number DNA bands morphic bands morphic bands number DNA bands morphic bands morphic bands
S8 GTCCACACGG 24 6 25.0 524 AATCGGGCTG 16 4 25.0

S11  GTAGACCCGT 22 6 27.2 S58 GAGAGCCAAC 22 6 27.3

S12 CCTTCACGCA 31 11 35.5 $68 TGGACCGGTG 26 7 26.9

S13  TTCCCCCGCT 29 9 31.0 S78 TGAGTGGGTG 35 9 25.7

514 TCCGCTCTGG 21 7 33.3 S88 TCACGTCCAC 31 12 38.7

S15 GGAGGGTGTT 14 3 21.4 S168 TTTGCCCGGT 32 8 25.0

S16 TTTGCCCGCA 23 4 17.4 $§178 TGCCCAGCCT 34 7 20.6

S17 AGGGAACGAG 24 5 20.8 S188 TTCAGGGTGG 46 8 17.4

S18  CCACAGCAGT 22 5 22.7 S198 CTGGCGAACT 32 8 25.0

S20 GGACCCTTAC 26 5 19.2 B it 538 136

S22 TGCCGAGCTG 28 6 21.4 D) 26.9 6.8 25.3
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SRE Tab.2  Genetic identity (above dizgonal) and genetic
distance (below diagonal) among 4 kinds of abalone
% AL b oW S e B

Types H.diversicolor H . discus H . discws  H. diversicolor

supertexia eiscus heirnes diversicolar
UL # 0 0.62 0.38 0.68
% 01.38 0 0,72 0. 61
B ErER L) .42 0.28 1 0.54
Ml 0.32 0.39 0.46 0
|: &
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Fig.1 Genomic DNA fingerprints among 4 kinds of abalone
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e AR B AL, EL 4 o A 2 o e L iR R AR A Fig-2  The cluster analysis among 4 kinds of abalone
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Fig.3 The cluster analysis among 4 kinds

of abalone { Using allozyme method)
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